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(2) INFORMATION FOR SEQ ID NO : 1 : 
(i) SEQUENCE CHARACTERISTICS: 




# 

(A) LENGTH: 33 0 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Sulfolobus acidocaldarius 

(B) STRAIN: ATCC 33909 

(ix) FEATURE: 

(A) KEY: Asp-rich domain 

(B) LOCATION: 82-86 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 
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(2) INFORMATION FOR SEQ ID NO : 2 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 993 base pairs 

(B) TYPE: nucleic acid 

^ (C) STRANDEDNESS : double 
y (D) TOPOLOGY: linear 

IpLi) MOLECULE TYPE: genomic DNA 

tdvij ORIGINAL SOURCE: 

(A) ORGANISM: Sulfolobus acidocaldarius 
^ (B) STRAIN: ATCC 3 3 909 

3j.x) FEATURE: 

ffj (A) KEY: Asp- rich domain coding 
fU (B) LOCATION: 246-258 

%k±) SEQUENCE DESCRIPTION: SEQ ID NO : 2 : 

ATGAGTTACT TTGACAACTA TTTTAATGAG ATTGTTAATT CTGTAAACGA CATTATTAAG 6 0 

AGCTATATAT CTGGAGATGT TCCTAAACTA TATGAAGCCT CATATCATTT GTTTACATCT 12 0 

GGAGGTAAGA GGTTAAGACC ATTAATCTTA ACTATATCAT CAGATTTATT CGGAGGACAG 18 0 

AGAGAAAGAG CTTATTATGC AGGTGCAGCT ATTGAAGTTC TTCATACTTT TACGCTTGTG 24 0 

CATGATGATA TTATGGATCA AG AT AAT AT C AGAAGAGGGT TACCCACAGT CCACGTGAAA 3 00 

TACGGCTTAC CCTTAGCAAT ATTAGCTGGG GAT TT ACT AC ATGCAAAGGC TTTTCAGCTC 3 60 

TTAACCCAGG CTCTTAGAGG TTTGCCAAGT GAAACCATAA TTAAGGCTTT CGATATTTTC 42 0 

ACTCGTTCAA TAATAATTAT ATCCGAAGGA CAGGCAGTAG ATATGGAATT TGAGGACAGA 4 80 





ATTGATATAA AGGAGCAGGA AT AC C TTG AC ATGATCTCAC GTAAGACAGC TGCATTATTC 54 0 

TCGGCATCCT CAAGTATAGG CGCACTTATT GCTGGTGCTA ATGATAATGA TGTAAGACTG 60 0 

ATGTCTGATT TCGGTACGAA TCTAGGTATT GCATTTCAGA TTGTTGACGA TATCTTAGGT 66 0 

CTAACAGCAG ACGAAAAGGA ACTTGGAAAG CCTGTTTTTA GTGATATTAG GGAGGGTAAA 72 0 

AAGACTATAC TTGTAATAAA AACACTGGAG CTTTGTAAAG AGGACGAGAA GAAGATTGTC 78 0 

CTAAAGGCGT TAGGTAATAA GTCAGCCTCA AAAGAAGAAT TAATGAGCTC AGCAGATATA 84 0 

ATTAAGAAAT ACTCTTTAGA TTATGCATAC AATTTAGCAG AGAAATATTA TAAAAATGCT 90 0 

ATAGACT CTT TAAATCAAGT CTCCTCTAAG AGTGATATAC CTGGAAAGGC TTTAAAATAT 96 0 

CTAGCTGAAT TTACGATAAG AAGGAGAAAA TAA 993 

Q 

% (2) INFORMATION FOR SEQ ID NO : 3 : 

* o 

Ji) SEQUENCE CHARACTERISTICS: 
U1 (A) LENGTH: 37 
CP (B) TYPE: nucleic acid 
O (C) STRANDEDNESS : single 
L_ (D) TOPOLOGY: linear 

MOLECULE TYPE: cDNA 

ifki) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 

CATACTTTTT TCCTTGTGGC TGATGAT AT C ATGGATC 3 7 

(2) INFORMATION FOR SEQ ID NO : 4 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(li) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

CATACTTTTT TCCTTGTGCT TGATGATATC ATGGATC 3 7 




# 



(2) INFORMATION FOR SEQ ID NO : 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 5 : 
CATACTTATT TCCTTGTGCT TGATGATATC ATGGATC 



(2) INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUENCE CHARACTERISTICS: 
Q (A) LENGTH: 37 
S (B) TYPE: nucleic acid 
S (C) STRANDEDNESS: single 
5 (D) TOPOLOGY: linear 

fLi) MOLECULE TYPE: cDNA 

Jxi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 
SATACTTATT TCCTTGTGGC TGATGATATC ATGGATC 



SI (2) INFORMATION FOR SEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 6 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 
GTTCTTCATA CTTATTCGCT TATTCATGAT AGTATT 





(2) INFORMATION FOR SEQ ID NO : 8 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 3 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 8 : 

ATTCATGATG ATCTTCCATC GATGGATCAA GAT 3 3 



(2) INFORMATION FOR SEQ ID NO : 9 : 

(i) SEQUENCE CHARACTERISTICS: 
O (A) LENGTH: 2 7 
:ff (B) TYPE: nucleic acid 
~| (C) STRANDEDNESS: single 
m (D) TOPOLOGY: linear 

fli) MOLECULE TYPE: cDNA 



SA (2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 7 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 

TTTTTCCTTG TGCTTGATGA TATCATG 2 7 



jjki) SEQUENCE DESCRIPTION: SEQ ID NO : 9 : 



ifTTTCCTTG TGGCTGATGA TATCATG 



27 





(2) INFORMATION FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS: 
. (A) LENGTH: 2 7 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID "NO: 11: 

TATTTCCTTG TGCTTGATGA TATCATG 2 7 



(2) INFORMATION FOR SEQ ID NO:12: 

(i) SEQUENCE CHARACTERISTICS: 
g (A) LENGTH: 2 7 
yy (b) TYPE: nucleic acid 
jg (C) STRANDEDNESS: single 
S (D) TOPOLOGY: linear 

fB_i) MOLECULE TYPE: cDNA 



SI (2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:13: 

TATTCGCTTA TTCATGATGA TCTTCCATCG ATG 3 3 



(2) INFORMATION FOR SEQ ID NO : 14 : 
(i) SEQUENCE CHARACTERISTICS: 



5Lxi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 



TATTTCCTTG TGGCTGATGA TATCATG 
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# 




(A) LENGTH: 2 7 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 14 : 

TTTACGCTTG TGCATGATGA TATTATG 27 
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